acillus species have the ability to form endospores (spores). Bacillus spores are ubiquitously present in soil, and transmission to food products can take place (1) . Spores are highly resistant to environmental stresses and can food processing conditions. Germination of spores followed by growth may result in food spoilage (2) . Here, were report the draft genome sequences of twelve stains belonging to five different Bacillus species that were isolated from foods: Four strains of Bacillus coagulans, four strains of Bacillus licheniformis, two strains of Bacillus amyloliquefaciens, one strain of Bacillus sporothermodurans, and one strain of Bacillus vallismortis. Comparison of the sequenced genomes with those of B. subtilis may provide insight into variations in the sporulation and germination processes (3). Furthermore, genome mining can provide insight into the genomic potential of strains in relation to predicted phenotypic traits and their ability to produce toxins involved in food poisoning, such as lichenysin in B. licheniformis (4) .
Twelve strains of different isolation sources (Table 1) , were grown overnight in 10 ml of brain heart infusion (BHI) broth (Difco) at 37°C. The overnight cultures were diluted 100-fold in fresh medium and incubated at 37°C until the culture reached an optical density (at 660 nm) of approximately 0.5, and cells were then harvested by centrifugation at 5000 rcf. DNA was isolated as described previously (5). The isolated DNA was sheared to 500-bp fragments in a Covaris (KBioscience) ultrasone device for preparing the Next-Generation Sequencing (NGS) library preps using the paired-end NEB NExtGen library preparation kit. The prepared libraries were 101 bases paired-end sequenced on an Illumina HiSeq2000 by multiplexing 12 samples per flow cell. De novo paired-end assembly of the genomes was performed using Velvet (6) . The genomes were annotated using RAST (7), and scaffolds were mapped on the closest neighbor according to RAST using CONTIGuator (8) . Protein annotations were extended using Interproscan (9) and BAGEL3 (10) was used for identification of putative bacteriocin gene clusters. 
